ABSTRACT Fusarium verticillioides is an important pathogen of maize worldwide. Here, three Australian isolates of F. verticillioides, originally obtained from maize or sorghum, were sequenced using Illumina technology to expand the available genomic resources for this important pathogen.
assign homologues between the reference genome annotation (Fv7600) (10) and each isolate to maintain, where possible, consistent locus tag numbering. For example, the ␤-tubulin gene has the locus tag FVEG_04081 in Fv7600 and FVER14953_04081, FVER53263_04081, and FVER53590_04081 in the genomes sequenced here. A dual-locus phylogeny using ␤-tubulin and translation elongation factor 1␣ (extracted from the assembled genomes) in reference to most of the named isolates in Herron et al. (11) identified all isolates as F. verticillioides within the Fusarium fujikuroi species complex (Fig. 1) .
Data availability. The genome sequences and raw sequence data can be found in GenBank under the BioProject no. PRJNA437508.
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